The development of an MLST scheme for P. multocida was made easier by the existence of an earlier multi-locus enzyme electrophoresis (MLEE) scheme for P. multocida 6 . MLEE schemes were a phenotypic precursor of MLST schemes and were based on differences in amino acid sequences in enzymes detected by starch gel electrophoresis 6
Until recently, the generally agreed "gold standard" typing method of Multi-locus Sequence Typing (MLST) 4 had not been applied to P. multocida. A recent Australian study, completed in 2010 5 , developed the first Web-supported MLST for P. multocida. This article looks at that initial publication and reviews developments since that initial publication.
Initial development of an MLST scheme
The development of an MLST scheme for P. multocida was made easier by the existence of an earlier multi-locus enzyme electrophoresis (MLEE) scheme for P. multocida 6 . MLEE schemes were a phenotypic precursor of MLST schemes and were based on differences in amino acid sequences in enzymes detected by starch gel electrophoresis 6 . While cumbersome, the P. multocida MLEE scheme generated novel information -the first evidence that the avian P. multocida population consisted of two quite different clusters 6 that did not match the earlier proposal of three subspecies -subspecies multocida, gallicida and septica -based on DNA/DNA hybridization data 7 . As the earlier MLEE scheme and the RIRDC MLST scheme were based on the same house-keeping enzymes, it is not surprising that the initial RIRDC MLST scheme (based on 63
Australian avian isolates) recognised the same two major clusters within avian P. multocida 6 . Furthermore, retrospective application of the MLST to a well characterised set of P. multocida isolates from eight fowl cholera outbreaks showed that the RIRDC MLST scheme provided epidemiologically relevant typing results that matched those provided by a range of other genotypic methods 6 .
Subsequent use of the RIRDC MLST Scheme
As a result of both formally published studies and addition of MLST results from unpublished studies, the current RIRDC P. multocida 
Future
There is no doubt that our understanding of the population structure and the global epidemiology of P. multocida will increase as more use is made of an array of new and emerging technologies. The RIRDC MLST scheme will be a key plank that helps provide an overarching view of the population structure and possible host associations, particularly as more data are added.
